Table 5: Genes induced in Mycobacterium tuberculosis ideR complemented mutant compared to H37Rv The following microarray data are for individual interpretation.
All genes in this table may not be reproducibly induced. In addition, the table should not be seen as a complete list of all possibly induced genes. Description of the data table details and analysi

methods are described in the data analysis section.

Corrected intensity

Average

Average Corrected ratios Individual array ratios (CH2/CH1)
Spot Name Gene CH1 CH2 CH2/CH1 StD SEM Gene product PCR Biol. set 1 Biol. set 2 Biol. set 3
Cye3 Cye5 Induced F mm708 mm715 mm698 mm711 mm713 mm621

1493 Rv0011c - 654 1051 1.6 0.2 0.1 1.1 1.4 1.8 1.4 1.8 1.8 1.5
2767 Rv0116¢c - 1506 4082 27 0.6 0.2 1.2 3.1 27 21 3.6 26 22
5587 Rv0145 - 1213 2368 1.9 0.5 0.2 1.1 2.0 2.0 22 22 22 0.9
4358 Rv0164 - 887 1301 1.5 0.2 0.1 1.1 1.6 1.8 1.3 1.4 1.5 1.4
243 Rv0202c  mmpL11 738 1355 1.6 0.4 0.2 conserved_large_membrane_protein 1.1 1.2 15 24 1.6 15 1.3
2335 Rv0211 pckA 866 1952 23 0.4 0.1 phosphoenolpyruvate_carboxykinase_ 1.1 2.8 24 2.0 2.0 2.6 1.9
1614 Rv0212c nadR 276 420 1.5 0.4 0.2 similar_to_E.coli_NadR 1.1 1.0 1.4 1.7 2.0 1.2 1.8
170 Rv0267 narU 422 724 1.7 0.2 0.1 similar_to_nitrite_extrusion_protein_2 1.1 1.9 1.9 1.4 1.8 1.9 1.5
3135 Rv0277¢ - 695 1058 1.5 0.1 0.1 1.1 1.4 1.3 1.5 1.5 1.7 1.6
1968 Rv0324 - 222 282 1.6 0.3 0.2 putative_transcriptional_regulator 1.1 nd nd 1.5 1.9 nd 1.3
2694 Rv0333 - 1205 2700 22 0.2 0.1 1.1 24 25 2.0 23 22 21
3896 Rv0422c thiD 422 774 1.8 0.4 0.2 phosphomethylpyrimidine_kinase 1.1 24 1.7 1.3 21 1.8 1.3
4212 Rv0467  aceA 565 1002 1.8 0.2 0.1 isocitrate_lyase 1.1 1.9 1.6 1.8 2.0 1.6 1.7
4628 Rv0549c - 405 1056 1.7 1.5 0.8 1.1 1.1 1.0 nd 4.0 0.7 nd
4632 Rv0557 - 315 463 1.5 0.1 0.1 S76126 1.1 1.4 1.5 1.4 1.6 1.3 1.7
452 Rv0587 - 855 2148 25 0.3 0.1 part_of_mce2_operon 1.1 2.8 25 2.2 29 25 22
450 Rv0603 - 432 773 1.8 0.1 0.1 21 2.0 1.8 1.7 1.7 1.8 1.6
616 Rv0682 rpsL 1802 2839 1.5 0.3 0.1 308S_ribosomal_protein_S12 1.1 nd 1.8 1.3 1.6 1.8 1.2
5498 Rv0712 - 544 939 1.7 1.3 0.6 1.1 1.0 1.2 1.1 4.1 nd 1.1
1890 Rv0715 rplX 740 1445 2.0 0.3 0.1 50S_ribosomal_protein_L24 1.1 24 23 1.6 2.0 21 1.7
5300 Rv0839 - 363 541 1.5 0.1 0.1 1.1 1.5 1.5 1.4 1.5 1.3 1.7
140 Rv0878c PPE 375 603 1.6 0.2 0.1 1.1 1.4 1.7 1.7 1.7 1.8 1.3
3750 Rv0891c - 562 878 1.6 0.1 0.1 putative_transcriptional_regulator 1.1 1.7 14 1.6 1.6 14 1.6
2460 Rv0930 pstA1 791 1194 1.5 0.1 0.1 PstA_component_of_phosphate_uptake 1.1 1.6 1.4 1.6 1.6 1.4 1.3
4027 Rv0948c - 706 1128 1.6 0.2 0.1 1.1 1.8 1.6 1.5 1.6 1.4 1.4
2191 Rv1006 - 547 830 15 0.1 0.0 1.1 1.7 1.6 1.4 1.5 1.6 1.4
267 Rv1010 ksgA 326 461 1.5 0.1 0.1 16S_rRNA_dimethyltransferase 1.1 nd 1.7 1.6 1.5 1.4 1.3
4554 Rv1073 - 868 1283 15 0.1 0.0 1.1 1.6 1.5 1.4 1.5 14 1.7
1669 Rv1080c greA 1038 1675 1.6 0.1 0.0 transcription_elongation_factor_G 25 1.6 1.8 1.6 1.6 1.6 1.6
563 Rv1168c PPE 375 665 1.8 0.2 0.1 1.1 1.9 20 1.7 1.6 1.8 1.8
1285 Rv1169c  PE 386 712 1.9 0.4 0.2 1.1 25 21 1.5 1.6 1.8 1.7
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